ABSTRACT Scytalidium lignicola is a ubiquitous anamorphic ascomycete and belongs to a genus that includes several phytopathogenic fungi. The strain sequenced in this study (DSM 105466) was isolated from leaves of Quercus robur. The draft genome has a size of 47.7 Mb and contains 12,795 protein-coding genes.
value of 114,694 bp and an average GϩC content of 41.7%. Prediction of carbohydrate-active enzymes (CAZymes) (dbCAN [13] ) resulted in 679 entries (Table 1) . Genes encoding ligninolytic class II peroxidases (e.g., manganese or lignin peroxidases) typically secreted by white-rot fungi were not found. On the other hand, several other heme-containing peroxidases were identified (14) ( Table 1) . Furthermore, genes encoding peroxiredoxins (thioredoxin-dependent thiol peroxidases), which are probably involved in the removal of reactive oxygen species and thereby facilitate phytopathogenic or saprotrophic processes, could be detected (Table 1) .
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ ENA/GenBank under the accession number NCSJ00000000. The version described in this paper is version NCSJ02000000. The Sequence Read Archive (SRA) number is SRR5434225.
